
SEQUENCE LISTING 



<110> Smith, John Craig 
<120> DIAGNOSTIC METHOD 

<130> 06275-276002 

<140> US 10/621, 116 
<141> 2003-07-16 

<150> US 09/778, 900 
<151> 2001-02-08 

<150> GB 0004232.5 
<151> 2000-02-24 

<160> 27 



<170> FastSEQ for Windows Version 4.0 

<210> 1 

<211> 1073 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 
<222> (1) . . . (1073) 
<223> n = A, T, C or G 



<400> 1 

gggtttactt 

ctgttggccc 

ttagtcattg 

ataattgttt 

ccaagatagg 

tttaatagaa 

tgcacctggc 

aatatctagg 

agtcttcttc 

ctttggatga 

agagacttaa 

attacatgaa 

cctccagctg 

atgctcagat 

ggcaccttct 

ctcttccctc 

gagagagagg 

tatgtgatcc 



tgccacttct 
atatgtaata 
tttggaatga 
aagatcaagt 
atggtagagc 
attgcacacc 
cacacagttt 
atttgtaaag 
tgaaataaag 
gcagtgtgag 
actgggtaag 
aaacactgtg 
ctcacagact 
aacagtacaa 
ctgagcagca 
aaagggctca 
cattacaagt 
agaacataat 



tgcttttcct 
tatattcctg 
ctttataaaa 
acaacacata 
tcacattaca 
taagtgtgat 
caaccaaatg 
ttgttttctt 
actgactacc 
cggctccctt 
atatttgttc 
ctttgagaga 
agcaagggag 
ggtgacacgc 
gacactggtc 
gtctggagat 
acacgcacgc 
tgagggtggc 



atatatgtag 
cttatacaag 
atgctttgca 
aggtcactgg 
gaaatgtagt 
gagtgtatgt 
atcccnaaat 
ctcgatgact 
tatcaattat 
atgatgccag 
aacagattca 
tgcgaaagta 
atggacacaa 
agcacctgtt 
taagccctgg 
aggtgcaaaa 
ttcataatga 
aaggaacagt 



aaaagccaca 


gtgcgcccca 


60 


atggccatgg 


gaagttattt 


120 


ttttttagca 


agaccatcat 


180 


agaatttgag 


tgcatgttat 


240 


gtgggaatag 


taaggagtcg 


300 


gaatgtggag 


aagtactttc 


360 


aaaacagtgg 


atgttaacgg 


420 


ttgagatctc 


tttatttctc 


480 


aatggaccca 


gatgaagttc 


540 


caagtgggag 


tttgcccggg 


600 


taaacctata 


ctgagcacat 


660 


aactagacct 


gggattctac 


720 


aagtaaataa 


ttccaatgca 


780 


tgttcttgca 


acagttatta 


840 


agacacaaag 


gtgcttgcat 


900 


gtggtaagtg 


aaggggggcg 


960 


aactgttgag 


ggattagaaa 


1020 


gaaatcaaca 


ttc 


1073 



<210> 2 
<211> 1480 
<212> DNA 

<213> Homo sapiens 



2 



<220> 

<221> misc_feature 
<222> (1) . . . (1480) 
<223> n = A, T , C or G 



<400> 2 

cactgtgccc ggccagcttt gctatttatt agctgcatgt gaatttgatt actttacttc 60 

tctgaacctg tttctccatg tataaataag aactacttcg taaaattgtt ggaaacacta 120 

aacaagaaat gnacctaaag cttttaatat accagctcac acagagtaag cattcagtaa 180 

atacccacca ctcttaattt ttttttttta tctgatctaa gatgctgtct agaagcccag 240 

gcaagagcac aatagactct gcaactccag aggtagtcag gctcctggac accgtagggc 300 

ccctgtgcta gttcacgatc cattttgaga agtgaaacgc tctcatttct catcaggcna 360 

ttgccagttg agggactggt ttcccnctgc tgtgctggag ctccttttca cctgggtcct 420 

tttcggtctc ttcaaaggat gcagcactac acatggagcc taagaaagaa aaaatggagc 480 

caggcctgga acaaggcaag aaaccaagac tagatagcgt caccagcagc gaaagctttg 540 

cgagctccgg ctttcaggaa gataaaagtc tgagtgatgt tgaggaagag gagggtaggt 600 

attaattcct tcctgtccta cgcgctgaga tatttttaca acatactatg catctctgaa 660 

atttttttct tatttatcac tctaataaac atccgtggga gactcgaatg gtaatgtcct 720 

gaggagataa gatttgaatt aagataattt acagagttac taattttgac agggaactgt 780 

accgttttct cccctcaggg attttcatct taatggatca tccccctgcc cccatgcttg 840 

gataaagtgg gctggaggcc tggaaaaatc tctggtgttc atgttgaaac tcaaatactc 900 

ttaaaaatga actctgatct acttgttggt ttgttttatg ttttgctaac attgttccaa 960 

taaactggga tttggtggga taacaagagc cattacaaac agttacggtt ctaatgcttt 1020 

ccagattctg acggtttcta caaggagccc atcactatgg aagatctgat ttcttacagt 1080 

tttcaagtgg ccagaggcat ggagttcctg tcttccagaa aggtcagtct tgctgtttac 1140 

tgtttttctt ctctgccagg gctggacaca cacctttgct ataaattcat ttttcctagt 1200 

atttgctgat acctatgttc ttaaatgtag aacaaacacc actgcaagtg ccttaatttg 1260 

ccttgatatg aggagttttg agaatgagga gtcatggata ccagtggata gaacttaatt 1320 

ctggggaaaa ctcacaggtt tcagactaga caaacctggc atcggctctc cacagtatcc 1380 

tctggcatat tttcaaatct ggcccaaatc tcagaagaca tgacttcata ggagagctac 1440 

tattaatata gccatatagg gccctcccac aaaactgcag 1480 



<210> 3 
<211> 726 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> misc_feature 
<222> (1) . . . (726) 
■<223> n = A,T,C or G 



<400> 3 

cagagctatg cagataagga catgctgaac acatcagagg ggcttactga acatatacng 60 

ccttcatggg actcagtata gcactctagc tccctctttt agcgtaacac tgcatactat 120 

ggtgttctct atgttaggaa accagagctg ctctcggaaa tgatttatag gccgtatgtt 180 

atctgggagg tgaccccatg gacactcggg ttgaatgtgc tttgttttca tgcccttctg 240 

ctcaaggccc ccttgccctc ttctagactc gacttcctct gaaatggatg gctcctgaat 300 

ctatctttga caaaatctac agcaccaaga gcgacgtgtg gtcttacgga gtattgctgt 360 

gggaaatctt ctccttaggt aaatttggga gaaggaagaa atcaaacagc ccagaaataa 420 

atgtctgcat cttctgctga atgtcctttg gttggacagc ctttagatta gaacctactg 480 

taacaaaaaa ctcttaaagt gtaatgggcc catgtagact ctcagatgag taatggcgta 540 

cgcatgtctg ccctctactg taaaagggct ttatatgatc atgaacaagg tcagaacaag 600 

gtcatgtaaa agggctttat acgatcatga acaagggtat aaagtctgaa gcaaagtact 660 

ttttctgtac tttgccaatt ctgccttttc aattcctcaa cacccacacc tctaatgccc 720 

ttaccg 726 



3 



<210> 4 

<211> 1352 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_f eature 
<222> (1) . . . (1352) 
<223> n = A, T,C or G 



<400> 4 

ctgcagaggc 

agtctgcctt 

agtgctggtg 

tgggctttat 

gatcactgct 

gactgctggc 

ggtgatttgc 

ctttgaatgt 

tagctgagat 

aaaacacaac 

attgttgaag 

gactacatcc 

gccttctctg 

tctgatgatg 

aaaaagaaag 

aagaaagaaa 

cccctaaatt 

gtttgttacg 

actttactcc 

tggctcgtgc 

aggagttcaa 

ttagccgggt 

gatcacttga 

<210> 5 
<211> 1256 
<212> DNA 
<213> Homo 

<400> 5 

agtggatgtc 

tagagacatc 

atacaagcct 

gccaggtcac 

cctgcacatc 

ctcctacgtc 

cctcaaccct 

tcccaggggt 

ttggttcatc 

cttttcctgt 

catgagcctg 

tgatgtaagt 

cttccaaaca 

agtggctgaa 

ttgaaagtag 



cacaggcaca 
ggtagacgtg 
ctataaaccc 
gcggatgatg 
ctccaactat 
acagagaccc 
ttcaagcaaa 
acgtcagggg 
cagaagttta 
caagattgtg 
tcagaattgg 
caatcaatgc 
aggacttctt 
tcaggtaaga 
aaagaaagac 
gagagaaaga 
caactgttaa 
gatttttctt 
taaatacttt 
ctgtaatcgc 
aatctgcctc 
gtggtggtgg 
gcccaggaga 



sapiens 



tccaatagtc 
atacaacact 
ggcactagca 
tttgccacct 
atttctctcc 
tggcattctc 
acagaatgtg 
cacggcgggg 
ttagctggga 
cttgataatt 
gaaagaatca 
cgtgaagtta 
ccaacgccag 
atgacagtgt 
agttccatgc 



acaaagaacc 
ttttccactg 
aaacctaaaa 
acagccctcc 
ttctgttgct 
aaaagaaagg 
tgtacaacag 
ggcattttat 
aaaaaagggt 
gcaaatgaca 
tgcaacgaga 
catactgaca 
caaggaaagt 
tttctttctc 
gaaagagaaa 
aagaaagaaa 
cattttgccc 
tttgccaaac 
agtatacatt 
agcactttgg 
ggcaacatag 
gcacctgtag 
tggaggctgc 



tgggtatcca 
accacaggac 
atgaagcagg 
ctttgtagta 
gttttcccca 
ccaagatttg 
gtaaaactaa 
ttgttttttt 
gtgtgtgtgt 
tagtcaaagt 
gctctacctt 
ggaaatagtg 
atttcagctc 
aaactttata 
gaaagacnga 
gattatgttg 
tattttgtct 
catttaaaag 
ttgtaagaag 
gagactgagg 
agagacctca 
tcccagctac 
ag 



tgagctctgg 
ctggcccaga 
gtcacatagt 
cgtaaggcaa 
ccagctatca 
cagaacttgt 
atttatctac 
tttaagagct 
gtatacagaa 
tgacataatg 
tggtatttta 
ggtttacata 
cgaagtttaa 
tcacagaatt 
aagagagaaa 
atcaccaccc 
attatactct 
gaggcttaaa 
gctattgttg 
tgggaggatc 
tcttactaaa 
tcaggaggct 



tgggttggtt 
cagcctttta 
acagaaagct 
tgcataggat 
gatcatgctg 
ggaaaaacta 
atcaaaatgc 
attaatataa 
ttatcttctc 
gttcatagaa 
ggatggtaaa 
ctcaactcct 
ttcaggaagc 
ttccaacaaa 
gaaagagaga 
atatgcccat 
ctatgattgt 
gcataatagc 
ctgggcacag 
acttgagcct 
aatttaaaaa 
gaggttggag 



tttcctaata 
acccaattct 
ctcgattatg 
cacatccttt 
tgtgccattg 
tgatttcaca 
aattgacaac 
agatcggggc 
tatggtgcct 
ctttctgttt 
aaacctttga 
aggtacctag 
taatgtagta 
ggggaggact 
actcactcca 



catcatcaac 
tcccaatctg 
ccattaaata 
tcagagcacc 
ggcactcaga 
acggaccaga 
cacgggaggc 
ctcaggagtt 
gtggtctcct 
cttcattaga 
agaactttta 
tgcactccga 
gttcttggtc 
gacaactaga 
ggacccaagt 



aaaaggtcag 
taatcacaca 
atatttagcc 
tgataaagtc 
cgagatgatg 
gtaggtccct 
agtggcaatg 
aggtgattcc 
gactcattag 
tatgtaaatg 
ccgaatgcca 
tagacccctt 
agtgagggtc 
cctagctgtg 
ccctgcgtgg 



taggtagtta 
cacacacaaa 
gtgtagccat 
ataccacttc 
cctccagtct 
ctgggagttt 
ctgtcaggat 
tgttggtgtg 
agctggatgc 
ctttcaagtt 
cctccatgtt 
cttcagatcc 
tggattcagg 
cagaactaat 
taggaattta 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1352 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 



gaccctgagg aaactccatt gtgtgtttct aagctgctta gctgtcagtg atgcagcttt 
gctttcagag taacagagga actcccagct gtgtgggtga tgggctttgt gatgtaacag 
agagcgcgtt cctgcaagca gccttgaggc tgggaggggt ccacctaagc cttatgctcc 
tttcccctga ggttctacag attgaacagc tgtgttccta cccaatcaca atgggagaag 
ctaaccagta tagcctggca aacaagaggt cttccagctc ttctctctaa agccctgtga 
tgtggggttg aggggctaag gggaggagag gagcatgggc aggagcgata ctgcag 

<210> 6 

<211> 31 

<212> DNA 

<213> Homo sapiens 

<400> 6 

ggaaaaaatg ccgacrgaag gagaggacct g 

<210> 7 
<211> 31 
<212> DNA 

<213> Homo sapiens 
<400> 7 

gaaatggatg gctccygaat ctatctttga c 

<210> 8 
<211> 31 
<212> DNA 

<213> Homo sapiens 
<400> 8 

tgatgatgtc agataygtaa atgctttcaa g 

<210> 9 

<211> 31 

<212> DNA 

<213> Homo sapiens 

<400> 9 

aaaaagacac ggacaygctc ccctgggacc t 

<210> 10 
<211> 31 
<212> DNA 

<213> Homo sapiens 
<400> 10 

gatcggactt tccgcyccta gggccaggcg g 

<210> 11 
<211> 31 
<212> DNA 

<213> Homo sapiens 
<400> 11 

gacggactct ggcggycggg tctttggccg c 

<210> 12 
<211> 31 



<212> DNA 

<213> Homo sapiens 



<400> 12 

tctggcggcc gggtckttgg ccgcggggag c 

<210> 13 

<211> 31 

<212> . DNA 

<213> Homo sapiens 

<400> 13 

gaatgtcctt tggttrgaca gcctttagat t 

<210> 14 

<211> 31 

<212> DNA 

<213> Homo sapiens 

<400> 14 

aggtacctag tgcacyccga tagacccctt c 

<210> 15 

<211> 34 

<212> DNA 

<213> Homo sapiens 

<400> 15 

atgggtttca tgttaacttg gaaaaaatgc gtac 

<210> 16 

<211> 28 

<212> DNA 

<213> Homo sapiens 

<400> 16 

cattcatgat ggtaagatta agagtgat 

<210> 17 

<211> 35 

<212> DNA 

<213> Homo sapiens 

<400> 17 

tcttggttgc tgtagatttt gtcaaagata gctgc 

<210> 18 

<211> 24 

<212> DNA 

<213> Homo sapiens 

<400> 18 

accccatgga cactcgggtt gaat 

<210> 19 
<211> 25 
<212> DNA 



<213> Homo sapiens 
<400> 19 

cctcaaccct acagaatgtg aattg 

<210> 20 

<211> 25 

<212> DNA 

<213> Homo sapiens 

<400> 20 

cagctaggtc tagttgtcag tcctc 

<210> 21 

<211> 33 

<212> DNA 

<213> Homo sapiens 

<400> 21 

gggtgcatca atgcggccga aaaagacacg gca 

<210> 22 

<211> 18 

<212> DNA 

<213> Homo sapiens 

<400> 22 

gtgttcttgg cacggagg 

<210> 23 

<211> 35 

<212> DNA 

<213> Homo sapiens 

<400> 23 

ggcgcggcca gcttcccttg gatcggactt ggcgc 

<210> 24 

<211> 34 

<212> DNA 

<213> Homo sapiens 

<400> 24 

ctgctcgccc ggtgcccgcg ctccccgcgg ttaa 

<210> 25 

<211> 7680 

<212> DNA 

<213> Homo sapiens 



25 



25 



33 



18 



35 



34 



<220> 
<221> CDS 
<222> (250) 



. . (4266) 



<400> 25 

gcggacactc ctctcggctc ctccccggca gcggcggcgg ctcggagcgg gctccggggc 
tcgggtgcag cggccagcgg gcctggcggc gaggattacc cggggaagtg gttgtctcct 



60 
120 



7 



ggctggagcc gcgagacggg cgctcagggc gcggggccgg cggcggcgaa cgagaggacg 180 
gactctggcg gccgggtcgt tggccggggg agcgcgggca ccgggcgagc aggccgcgtc 240 
gcgctcacc atg gtc age tac tgg gac acc ggg gtc ctg ctg tgc gcg ctg 291 
Met Val Ser Tyr Trp Asp Thr Gly Val Leu Leu Cys Ala Leu 
1 5 10 

etc age tgt ctg ctt etc aca gga tct agt tea ggt tea aaa tta aaa 339 
Leu Ser Cys Leu Leu Leu Thr Gly Ser Ser Ser Gly Ser Lys Leu Lys 
15 20 25 ~ 30 

gat cct gaa ctg agt tta aaa ggc acc cag cac ate atg caa gca ggc 387 
Asp Pro Glu Leu Ser Leu Lys Gly Thr Gin His lie Met Gin Ala Gly 
35 40 45 

cag aca ctg cat etc caa tgc agg ggg gaa gca gee cat aaa tgg tct 435 
Gin Thr Leu His Leu Gin Cys Arg Gly Glu Ala Ala His Lys Trp Ser 
50 55 60 

ttg cct gaa atg gtg agt aag gaa age gaa agg ctg age ata act aaa 483 
Leu Pro Glu Met Val Ser Lys Glu Ser Glu Arg Leu Ser lie Thr Lys 
65 70 75 

tct gee tgt gga aga aat ggc aaa caa ttc tgc agt act tta acc ttg 531 
Ser Ala Cys Gly Arg Asn Gly Lys Gin Phe Cys Ser Thr Leu Thr Leu 
80 85 90 

aac aca get caa gca aac cac act ggc ttc tac age tgc aaa tat eta 579 
Asn Thr Ala Gin Ala Asn His Thr Gly Phe Tyr Ser Cys Lys Tyr Leu 
95 100 . 105 110 

get gta cct act tea aag aag aag gaa aca gaa tct gca ate tat ata 627 
Ala Val Pro Thr Ser Lys Lys Lys Glu Thr Glu Ser Ala He Tyr He 
115 120 125 

ttt att agt gat aca ggt aga cct ttc gta gag atg tac agt gaa ate 675 
Phe He Ser Asp Thr Gly Arg Pro Phe Val Glu Met Tyr Ser Glu He 
130 135 ' 140 

ccc gaa att ata cac atg act gaa gga agg gag etc gtc att ccc tgc 723 
Pro Glu He He His Met Thr Glu Gly Arg Glu Leu Val He Pro Cys 
145 150 155 

egg gtt acg tea cct aac ate act gtt act tta aaa aag ttt cca ctt 771 
Arg Val Thr Ser Pro Asn He Thr Val Thr Leu Lys Lys Phe Pro Leu 
160 165 170 

gac act ttg ate cct gat gga aaa cgc.ata ate tgg gac agt aga aag 819 
Asp Thr Leu He Pro Asp Gly Lys Arg He He Trp Asp Ser Arg Lys 
175 180 185 190 

ggc ttc ate ata tea aat gca acg tac aaa gaa ata ggg ctt ctg acc 867 
Gly Phe He He Ser Asn Ala Thr Tyr Lys Glu He Gly Leu Leu Thr 
195 200 205 

tgt gaa gca aca gtc aat ggg cat ttg tat aag aca aac tat etc aca 915 
Cys Glu Ala Thr Val Asn Gly His Leu Tyr Lys Thr Asn Tyr Leu Thr 
210 215 220 
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cat cga caa acc aat aca ate ata gat gtc caa ata age aca cca cgc 963 
His Arg Gin Thr Asn Thr He He Asp Val Gin He Ser Thr Pro Arg 

225 230 235 

cca gtc aaa tta ctt aga ggc cat act ctt gtc etc aat tgt act get 1011 

Pro Val Lys Leu Leu Arg Gly His Thr Leu Val Leu Asn Cys Thr Ala 

240 245 250 

acc act ccc ttg aac acg aga gtt caa atg acc tgg agt tac cct gat 1059 

Thr Thr Pro Leu Asn Thr Arg Val Gin Met Thr Trp Ser Tyr Pro Asp 

255 260 265 " 270 

gaa aaa aat aag aga get tec gta agg cga cga att gac caa age aat 1107 

Glu Lys Asn Lys Arg Ala Ser Val Arg Arg Arg He Asp Gin Ser Asn 

275 280 285 

tec cat gee aac ata ttc tac agt gtt ctt act att gac aaa atg cag 1155 

Ser His Ala Asn He Phe Tyr Ser Val Leu Thr He Asp Lys Met Gin 

290 295 ^ 300 

aac aaa gac aaa gga ctt tat act tgt cgt gta agg agt gga cca tea 1203 

Asn Lys Asp Lys Gly Leu Tyr Thr Cys Arg Val Arg Ser Gly Pro Ser 

305 310 315 

ttc aaa tct gtt aac acc tea gtg cat ata tat gat aaa gca ttc ate 1251 

Phe Lys Ser Val Asn Thr Ser Val His He Tyr Asp Lys Ala Phe He 

320 325 330 

act gtg aaa cat cga aaa cag cag gtg ctt gaa acc gta get ggc aag 1299 

Thr Val Lys His Arg Lys Gin Gin Val Leu Glu Thr Val Ala Gly Lys 

335 340 345 350 

egg tct tac egg etc tct atg aaa gtg aag gca ttt ccc teg ccg gaa 1347 

Arg Ser Tyr Arg Leu Ser Met Lys Val Lys Ala Phe Pro Ser Pro Glu 

355 360 365 

gtt gta tgg tta aaa gat ggg tta cct gcg act gag aaa tct get cgc 1395 

Val Val Trp Leu Lys Asp Gly Leu Pro Ala Thr Glu Lys Ser Ala Arg 

370 375 380 

tat ttg act cgt ggc tac teg tta att ate aag gac gta act gaa gag 1443 

Tyr Leu Thr Arg Gly Tyr Ser Leu He He Lys Asp Val Thr Glu Glu 

385 390 395 

gat gca ggg aat tat aca ate ttg ctg age ata aaa cag tea aat gtg 14 91 

Asp Ala Gly Asn Tyr Thr He Leu Leu Ser He Lys Gin Ser Asn Val 

400 405 410 

ttt aaa aac etc act gee act eta att gtc aat gtg aaa ccc cag att 1539 

Phe Lys Asn Leu Thr Ala Thr Leu He Val Asn Val Lys Pro Gin He 

415 . ~ 420 425 ~ 430 

tac gaa aag gee gtg tea teg ttt cca gac ccg get etc tac cca ctg 1587 

Tyr Glu Lys Ala Val Ser Ser Phe Pro Asp Pro Ala Leu Tyr Pro Leu 

435 440 445 



ggc age aga caa ate ctg act tgt ace gca tat ggt ate cct caa cct 1635 
Gly Ser Arg Gin He Leu Thr Cys Thr Ala Tyr Gly He Pro Gin Pro 
450 455 460 

aca ate aag tgg ttc tgg cac ccc tgt aac cat aat cat tec gaa gca 1683 
Thr He Lys Trp Phe Trp His Pro Cys Asn His Asn His Ser Glu Ala 
465 470 475 

agg tgt gac ttt tgt tec aat aat gaa gag tec ttt ate ctg gat get 1731 
Arg Cys Asp Phe Cys Ser Asn Asn Glu Glu Ser Phe He Leu Asp Ala 
480 485 490 

gac age aac atg gga aac aga att gag age ate act cag cgc atg gca 1779 
Asp Ser Asn Met Gly Asn Arg He Glu Ser He Thr Gin Arg Met Ala 
495 500 505 510 

ata ata gaa gga aag aat aag atg get age ace ttg gtt gtg get gac 1827 
He He Glu Gly Lys Asn Lys Met Ala Ser Thr Leu Val Val Ala Asp 
515 520 525 

tct aga att tct gga ate tac att tgc ata get tec aat aaa gtt ggg 1875 
Ser Arg He Ser Gly lie Tyr He Cys He Ala Ser Asn Lys Val Gly 
530 535 540 

act gtg gga aga aac ata age ttt tat ate aca gat gtg cca aat ggg 1923 
Thr Val Gly Arg Asn He Ser Phe Tyr He Thr Asp Val Pro Asn Gly 
545 550 555 

ttt cat gtt aac ttg gaa aaa atg ccg acg gaa gga gag gac ctg aaa 1971 
Phe His Val Asn Leu Glu Lys Met Pro Thr Glu Gly Glu Asp Leu Lys 
560 565 570 

ctg tct tgc aca gtt aac aag ttc tta tac aga gac gtt act tgg att 2019 
Leu Ser Cys Thr Val Asn Lys Phe Leu Tyr Arg Asp Val Thr Trp He 
575 580 585 590 

tta ctg egg aca gtt aat aac aga aca atg cac tac agt att age aag 2067 
Leu Leu Arg Thr Val Asn Asn Arg Thr Met His Tyr Ser He Ser Lys 
595 600 605 

caa aaa atg gee ate act aag gag cac tec ate act ctt aat ctt ace 2115 
Gin Lys Met Ala He Thr Lys Glu His Ser He Thr Leu Asn Leu Thr 
610 615 620 

ate atg aat gtt tec ctg caa gat tea ggc ace tat gee tgc aga gee 2163 
lie Met Asn Val Ser Leu Gin Asp Ser Gly Thr Tyr Ala Cys Arg Ala 
625 630 635 

agg aat gta tac aca ggg gaa gaa ate etc cag aag aaa gaa att aca 2211 
Arg Asn Val Tyr Thr Gly Glu Glu lie Leu Gin Lys Lys Glu He Thr 
640 645 650 

ate aga gat cag gaa gca cca tac etc ctg cga aac etc agt gat cac 2259 
lie Arg Asp Gin Glu Ala Pro Tyr Leu Leu Arg Asn Leu Ser Asp His 
655 660 665 670 

aca gtg gee ate age agt tec acc act tta gac tgt cat get aat ggt 2307 
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Thr Val Ala He Ser Ser Ser Thr Thr Leu Asp Cys His Ala Asn Gly 

675 680 ' 685 

gtc ccc gag cct cag ate act tgg ttt aaa aac aac cac aaa ata caa 2355 

Val Pro Glu Pro Gin He Thr Trp Phe Lys Asn Asn His Lys He Gin 
690 695 700 

caa gag cct gga att att tta gga cca gga age age acg ctg ttt att 24'03 

Gin Glu Pro Gly He He Leu Gly Pro Gly Ser Ser Thr Leu Phe He 
705 710 715 

gaa aga gtc aca gaa gag gat gaa ggt gtc tat cac tgc aaa gee acc 2451 

Glu Arg Val Thr Glu Glu Asp Glu Gly Val Tyr His Cys Lys Ala Thr 
720 725 ^ 730 

aac cag aag ggc tct gtg gaa agt tea gca tac etc act gtt caa gga 2499 

Asn Gin Lys Gly Ser Val Glu Ser Ser Ala Tyr Leu Thr Val Gin Gly 
735 740 745 750 

acc teg gac aag tct aat ctg gag ctg ate act eta aca tgc acc tgt 2547 

Thr Ser Asp Lys Ser Asn Leu Glu Leu He Thr Leu Thr Cys Thr Cys 

755 760 " 765 

gtg get gcg act etc ttc tgg etc eta tta acc etc ctt ate cga aaa 2595 

Val Ala Ala Thr Leu Phe Trp Leu Leu Leu Thr Leu Leu He Arg Lys 
770 775 780 

atg aaa agg tct tct tct gaa ata aag act gac tac eta tea att ata 2643 

Met Lys Arg Ser Ser Ser Glu He Lys Thr Asp Tyr Leu Ser He lie 
785 790 * ^ 795 

atg gac cca gat gaa gtt cct ttg gat gag cag tgt gag egg etc cct 2691 

Met Asp Pro Asp Glu Val Pro Leu Asp Glu Gin Cys Glu Arg Leu Pro 
800 805 810 

tat gat gee age aag tgg gag ttt gee egg gag aga ctt aaa ctg ggc 2739 

Tyr Asp Ala Ser Lys Trp Glu Phe Ala Arg Glu Arg Leu Lys Leu Gly 
815 820 825 ~ 830 

aaa tea ctt gga aga ggg get ttt gga aaa gtg gtt caa gca tea gca 2787 

Lys Ser Leu Gly Arg Gly Ala Phe Gly Lys Val Val Gin Ala Ser Ala 

835 840 845 

ttt ggc att aag aaa tea cct acg tgc egg act gtg get gtg aaa atg 2835 

Phe Gly He Lys Lys Ser Pro Thr Cys Arg Thr Val Ala Val Lys Met 
850 855 860 

ctg aaa gag ggg gee acg gee age gag tac aaa get ctg atg act gag 2883 

Leu Lys Glu Gly Ala Thr Ala Ser Glu Tyr Lys Ala Leu Met Thr Glu 
865 870 875 

eta aaa ate ttg acc cac att ggc cac cat ctg aac gtg gtt aac ctg 2931 

Leu Lys He Leu Thr His He Gly His His Leu Asn Val Val Asn Leu 
880 885 890 

ctg gga gee tgc acc aag caa gga ggg cct ctg atg gtg att gtt gaa 2979 

Leu Gly Ala Cys Thr Lys Gin Gly Gly Pro Leu Met Val He Val Glu 
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895 900 905 910 

tac tgc aaa tat gga aat etc tec aac tac etc aag age aaa cgt gac 3027 
Tyr Cys Lys Tyr Gly Asn Leu Ser Asn Tyr Leu Lys Ser Lys Arg Asp 
915 920 ' 925 

tta ttt ttt etc aac aag gat gca gca eta cac atg gag cct aag aaa 3075 
Leu Phe Phe Leu Asn Lys Asp Ala Ala Leu His Met Glu Pro Lys Lys 
930 935 940 

gaa aaa atg gag cca ggc ctg gaa caa ggc aag aaa cca aga eta gat 3123 
Glu Lys Met Glu Pro Gly Leu Glu Gin Gly Lys Lys Pro Arg Leu Asp 
94 5 950 ^ 955 

age gtc ace age age gaa age ttt gcg age tec ggc ttt cag gaa gat 3171 
Ser Val Thr Ser Ser Glu Ser Phe Ala Ser Ser Gly Phe Gin Glu Asp 
960 965 970 

aaa agt ctg agt gat gtt gag gaa gag gag gat tct gac ggt ttc tac 3219 
Lys Ser Leu Ser Asp Val Glu Glu Glu Glu Asp Ser Asp Gly Phe Tyr 
97 5 980 985 990 

aag gag ccc ate act atg gaa gat ctg att tct tac agt ttt caa gtg 3267 
Lys Glu Pro He Thr Met Glu Asp Leu He Ser Tyr Ser Phe Gin Val 
995 1000 ~ 1005 

gee aga ggc atg gag ttc ctg tct tec aga aag tgc att cat egg gac 3315 
Ala Arg Gly Met Glu Phe Leu Ser Ser Arg Lys Cys He His Arg Asp 
1010 1015 ~ ~ 1020 

ctg gca gcg aga aac att ctt tta tct gag aac aac gtg gtg aag att 3363 
Leu Ala Ala Arg Asn He Leu Leu Ser Glu Asn Asn Val Val Lys He 
1025 1030 1035 

tgt gat ttt ggc ctt gee egg gat att tat aag aac ccc gat tat gtg 3411 
Cys Asp Phe Gly Leu Ala Arg Asp He Tyr Lys Asn Pro Asp Tyr Val 
1040 1045 1050 

aga aaa gga gat act cga ctt cct ctg aaa tgg atg get ccc gaa tct 3459 
Arg Lys Gly Asp Thr Arg Leu Pro Leu Lys Trp Met Ala Pro Glu Ser 
1055 1060 1065 1070 

ate ttt gac aaa ate tac age ace aag age gac gtg tgg tct tac gga 3507 
He Phe Asp Lys He Tyr Ser Thr Lys Ser Asp Val Trp Ser Tyr Gly 
1075 1080 ^ 1085 

gta ttg ctg tgg gaa ate ttc tec tta ggt ggg tct cca tac cca gga 3555 
Val Leu Leu Trp Glu He Phe Ser Leu Gly Gly Ser Pro Tyr Pro Gly 
1090 1095 ~ 1100 

gta caa atg gat gag gac ttt tgc agt cgc ctg agg gaa ggc atg agg 3603 
Val Gin Met Asp Glu Asp Phe Cys Ser Arg Leu Arg Glu Gly Met Arg 
1105 1110 1115 

atg aga get cct gag tac tct act cct gaa ate tat cag ate atg ctg 3651 
Met Arg Ala Pro Glu Tyr Ser Thr Pro Glu He Tyr Gin He Met Leu 
1120 1125 1130 
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gac tgc tgg cac aga gac cca aaa gaa agg cca aga ttt gca gaa ctt 
Asp Cys Trp His Arg Asp Pro Lys Glu Arg Pro Arg Phe Ala Glu Leu 
1135 1140 1145 1150 



3699 



gtg gaa aaa eta ggt gat ttg ctt caa gca aat gta caa cag gat ggt 
Val Glu Lys Leu Gly Asp Leu Leu Gin Ala Asn Val Gin Gin Asp Gly 
1155 1160 1165 



3747 



aaa gac tac ate cca ate aat gec ata ctg aca gga aat agt ggg ttt 
Lys Asp Tyr He Pro He Asn Ala He Leu Thr Gly Asn Ser Gly Phe 
1170 1175 ~ 1180 



3795 



aca tac tea act cct gee ttc tct gag gac ttc ttc aag gaa agt att 
Thr Tyr Ser Thr Pro Ala Phe Ser Glu Asp Phe Phe Lys Glu Ser He 
1185 1190 1195 



3843 



tea get ccg aag ttt aat tea gga age tct gat gat gtc aga tat gta 
Ser Ala Pro Lys Phe Asn Ser Gly Ser Ser Asp Asp Val Arg Tyr Val 
1200 1205 1210 



3891 



aat get ttc aag ttc atg age ctg gaa aga ate aaa ace ttt gaa gaa 
Asn Ala Phe Lys Phe Met Ser Leu Glu Arg He Lys Thr Phe Glu Glu 
1215 1220 " 1225 " 1230 



3939 



ctt tta ccg aat gee ace tec atg ttt gat gac tac cag ggc gac age 
Leu Leu Pro Asn Ala Thr Ser Met Phe Asp Asp Tyr Gin Gly Asp Ser 
1235 1240 1245 



3987 



age act ctg ttg gee tct ccc atg ctg aag cgc ttc ace tgg act gac 
Ser Thr Leu Leu Ala Ser Pro Met Leu Lys Arg Phe Thr Trp Thr Asp 
1250 1255 ~ ' 1260 



4035 



age aaa ccc aag gee teg etc aag att gac ttg aga gta ace agt aaa 
Ser Lys Pro Lys Ala Ser Leu Lys He Asp Leu Arg Val Thr Ser Lys 
1265 1270 1275 



4083 



agt aag gag teg ggg ctg tct gat gtc age agg ccc agt ttc tgc cat 
Ser Lys Glu Ser Gly Leu Ser Asp Val Ser Arg Pro Ser Phe Cys His 
1280 1285 ~ 1290 



4131 



tec age tgt ggg cac gtc age gaa ggc aag cgc agg ttc ace tac gac 
Ser Ser Cys Gly His Val Ser Glu Gly Lys Arg Arg Phe Thr Tyr Asp 
1295 1300 1305 1310 



4179 



cac get gag ctg gaa agg aaa ate gcg tgc tgc tec ccg ccc cca gac 
His Ala Glu Leu Glu Arg Lys He Ala Cys Cys Ser Pro Pro Pro Asp 
1315 1320 " 1325 



4227 



tac aac teg gtg gtc ctg tac tec ace cca ccc ate tag agtttgacac 
Tyr Asn Ser Val Val Leu Tyr Ser Thr Pro Pro He * 
1330 1335 



4276 



gaagecttat ttctagaagc acatgtgtat ttataccccc aggaaactag ettttgecag 4336 

tattatgeat atataagttt acacctttat ctttccatgg gagecagctg ctttttgtga 4396 

tttttttaat agtgcttttt ttttttgact aacaagaatg taactccaga tagagaaata 4456 

gtgacaagtg aagaacacta ctgetaaate ctcatgttac tcagtgttag agaaatcctt 4516 



13 

cctaaaccca atgacttccc tgctccaacc cccgccacct cagggcacgc aggaccagtt 4576 

tgattgagga gctgcactga tcacccaatg catcacgtac cccactgggc cagccctgca 4 636 

gcccaaaacc cagggcaaca agcccgttag ccccagggga tcactggctg gcctgagcaa 4 696 

catctcggga gtcctctagc aggcctaaga catgtgagga ggaaaaggaa aaaaagcaaa 4756 

aagcaaggga gaaaagagaa accgggagaa ggcatgagaa agaatttgag acgcaccatg 4816 

tgggcacgga gggggacggg gctcagcaat gccatttcag tggcttccca gctctgaccc 4876 

ttctacattt gagggcccag ccaggagcag atggacagcg atgaggggac attttctgga 4936 

ttctgggagg caagaaaagg acaaatatct tttttggaac taaagcaaat tttagacctt 4996 

tacctatgga agtggttcta tgtccattct cattcgtggc atgttttgat ttgtagcact 5056 

gagggtggca ctcaactctg agcccatact tttggctcct ctagtaagat gcactgaaaa 5116 

cttagccaga gttaggttgt ctccaggcca tgatggcctt acactgaaaa tgtcacattc 5176 

tattttgggt attaatatat agtccagaca cttaactcaa tttcttggta ttattctgtt 5236 

ttgcacagtt agttgtgaaa gaaagctgag aagaatgaaa atgcagtcct gaggagagtt 5296 

ttctccatat caaaacgagg gctgatggag gaaaaaggtc aataaggtca agggaagacc 5356 

ccgtctctat accaaccaaa ccaattcacc aacacagttg ggacccaaaa cacaggaagt 5416 

cagtcacgtt tccttttcat ttaatgggga ttccactatc tcacactaat ctgaaaggat 5476 

gtggaagagc attagctggc gcatattaag cactttaagc tccttgagta aaaaggtggt 5536 

atgtaattta tgcaaggtat ttctccagtt gggactcagg atattagtta atgagccatc 5596 

actagaagaa aagcccattt tcaactgctt tgaaacttgc ctggggtctg agcatgatgg 5656 

. gaatagggag acagggtagg aaagggcgcc tactcttcag ggtctaaaga -tcaagtgggc 5716 

cttggatcgc taagctggct ctgtttgatg ctatttatgc aagttagggt ctatgtattt 5776 

aggatgcgcc tactcttcag ggtctaaaga tcaagtgggc cttggatcgc taagctggct 5836 

ctgtttgatg ctatttatgc aagttagggt ctatgtattt aggatgtctg caccttctgc 5896 

agccagtcag aagctggaga ggcaacagtg gattgctgct tcttggggag aagagtatgc 5956 

ttccttttat ccatgtaatt taactgtaga acctgagctc taagtaaccg aagaatgtat 6016 

gcctctgttc ttatgtgcca catccttgtt taaaggctct ctgtatgaag agatgggacc 6076 

gtcatcagca cattccctag tgagcctact ggctcctggc agcggctttt gtggaagact 6136 

cactagccag aagagaggag tgggacagtc ctctccacca agatctaaat ccaaacaaaa 6196 

gcaggctaga gccagaagag aggacaaatc tttgttgttc ctcttcttta cacatacgca 6256 

aaccacctgt gacagctggc aattttataa atcaggtaac tggaaggagg ttaaactcag 6316 

aaaaaagaag acctcagtca attctctact tttttttttt tttttccaaa tcagataata 6376 

gcccagcaaa tagtgataac aaataaaacc ttagctgttc atgtcttgat ttcaataatt 6436 

aattcttaat cattaagaga ccataataaa tactcctttt caagagaaaa gcaaaaccat 6496 

tagaattgtt actcagctcc ttcaaactca ggtttgtagc atacatgagt ccatccatca 6556 

gtcaaagaat ggttccatct ggagtcttaa tgtagaaaga aaaatggaga cttgtaataa 6616 

tgagctagtt acaaagtgct tgttcattaa aatagcactg aaaattgaaa catgaattaa 6676 

ctgataatat tccaatcatt tgccatttat gacaaaaatg gttggcacta acaaagaacg 6736 

agcacttcct ttcagagttt ctgagataat gtacgtggaa cagtctgggt ggaatggggc 6796 

tgaaaccatg tgcaagtctg tgtcttgtca gtccaagaag tgacaccgag atgttaattt 6856 

tagggacccg tgccttgttt cctagcccac aagaatgcaa acatcaaaca gatactcgct 6916 

agcctcattt aaattgatta aaggaggagt gcatctttgg ccgacagtgg tgtaactgtg 6976 

tgtgtgtgtg tgtgtgtgtg tgtgtgtgtg tgtgtgtggg tgtgggtgta tgtgtgtttt 7036 

gtgcataact atttaaggaa actggaattt taaagttact tttatacaaa ccaagaatat 7096 

atgctacaga tataagacag acatggtttg gtcctatatt tctagtcatg atgaatgtat 7156 

tttgtatacc atcttcatat aatatactta aaaatatttc ttaattggga tttgtaatcg 7216 

taccaactta attgataaac ttggcaactg cttttatgtt ctgtctcctt ccataaattt 7276 

ttcaaaatac taattcaaca aagaaaaagc tctttttttt cctaaaataa actcaaattt 7336 

atccttgttt agagcagaga aaaattaaga aaaactttga aatggtctca aaaaattgct 7396 

aaatattttc aatggaaaac taaatgttag tttagctgat tgtatggggt tttcgaacct 7456 

ttcacttttt gtttgtttta cctatttcac aactgtgtaa attgccaata attcctgtcc 7516 

atgaaaatgc aaattatcca gtgtagatat atttgaccat caccctatgg atattggcta 7576 

gttttgcctt tattaagcaa attcatttca gcctgaatgt ctgcctatat attctctgct 7636 

ctttgtattc tcctttgaac ccgttaaaac atcctgtggc actc 7680 

<210> 26 
<211> 1338 
<212> PRT 
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<213> Homo sapiens 



<400> 26 



Met 


Val 


Ser 


Tyr 


Trp 


Asp 


Thr 


Gly Val 


Leu 


Leu 


Cys 


Ala 


Leu 


Leu 


Ser 


1 








5 










10 










15 




Cys 


Leu 


Leu 


Leu 


Thr 


Gly 


Ser 


Ser 


Ser Gly 


Ser 


Lvs 


Leu 


Lvs 
y 


Asp 


Pro 








20 










25 










30 






Glu 


Leu 


Ser 


Leu 


Lys 


Gly 


Thr 


Gin 


His 


lie 


Met 


Gin 


Ala 


Glv 
y 


Gin 


Thr 






35 










40 










45 








Leu 


His 


Leu 


Gin 


Cys 


Arg 


Gly 


Glu 


Ala 


Ala 


His 


Lys 


Tro 


Ser 


Leu 


Pro 




50 










55 










60 










Glu 


Met 


Val 


Ser 


Lys 


Glu 


Ser 


Glu 


Arg 


Leu 


Ser 


lie 


Thr 


Lys 


Ser 


Ala 


65 










70 










75 








80 


Cys 


Gly 


Arg 


Asn 


Gly 


Lys 


Gin 


Phe 


Cys 


Ser 


Thr 


Leu 


Thr 


Leu 


Asn 


Thr 










85 










90 










95 




Ala 


Gin 


Ala 


Asn 


His 


Thr 


Gly 


Phe 


Tyr 


Ser 


Cys 


Lvs 


Tvr 
y 


Leu 


Ala 


Val 








100 










105 










110 






Pro 


Thr 


Ser 


Lys 


Lys 


Lys 


Glu 


Thr 


Glu 


Ser 


Ala 


lie 


Tvr 

y 


He 


Phe 


He 






115 










120 










125 








Ser 


Asp 


Thr 


Gly 


Arg 


Pro 


Phe 


Val 


Glu 


Met 


Tvr 


Ser 


Glu 


He 


Pro 


Glu 




130 










135 










140 










He 


He 


His 


Met 


Thr 


Glu 


Gly Arg Glu Leu 


Val 


lie 


Pro 


Cvs 
y ° 


Arg 


Val 


145 










150 










155 










160 


Thr 


Ser 


Pro 


Asn 


He 


Thr 


Val 


Thr 


Leu 


Lvs 


Lvs 


Phe 


Pro 


Leu 


Asp 


Thr 










165 










170 










175 




Leu 


He 


Pro 


Asp 


Gly 


Lys 


Arg 


He 


He 


Trp 


Asp 


Ser 


Arg 


Lys 


Gly 


Phe 








180 










185 










190 






He 


He 


Ser 


Asn 


Ala 


Thr 


Tyr 


Lys 


Glu 


lie 


Gly 


Leu 


Leu 


Thr 


Cys 


Glu 






195 










200 










205 








Ala 


Thr 


Val 


Asn 


Gly 


His 


Leu 


Tyr 


Lys 


Thr 


Asn 


Tvr 
y 


Leu 


Thr 


His 


Arg 




210 










215 










220 










Gin 


Thr 


Asn 


Thr 


lie 


He 


Asp 


Val 


Gin 


lie 


Ser 


Thr 


Pro 


Arg 


Pro 


Val 


225 










230 










235 










240 


Lys 


Leu 


Leu 


Arg 


Gly 


His 


Thr 


Leu 


Val 


Leu 


Asn 


Cys 


Thr 


Ala 


Thr 


Thr 










245 










250 










255 




Pro 


Leu 


Asn 


Thr 


Arq 


Val 


Gin 


Met 


Thr 


Trp 


Ser 


Tvr 
y 


Pro 


Asp 


Glu 


Lys 








260 










265 










270 






Asn 


Lys 


Arg 


Ala 


Ser 


Val 


Arg Arg Arg 


lie 


Asp 


Gin 


Ser 


Asn 


Ser 


His 






275 










280 










285 








Ala 


Asn 


He 


Phe 


Tyr 


Ser 


Val 


Leu 


Thr 


lie 


Asp 


Lvs 
y ° 


Met 


Gin 


Asn 


Lys 




290 










295 










300 








Asp 


Lys 


Gly 


Leu 


Tyr 


Thr 


Cys 


Arg 


Val 


Arg 


Ser 


Glv 

vj -i. y 


Pro 


Ser 


Phe 


Lys 


305 










310 










315 










320 


Ser 


Val 


Asn 


Thr 


Ser 


Val 


His 


He 


Tyr 


Asp 


Lvs 


Ala 


Phe 


lie 


Thr 


Val 










325 










330 










335 




Lys 


His 


Arg 


Lys 


Gin 


Gin 


Val 


Leu 


Glu 


Thr 


Val 


Ala 


Gly 


Lvs 


Ara 


Ser 








340 










345 










350 






Tyr 


Arg 


Leu 


Ser 


Met 


Lys 


Val 


Lys 


Ala 


Phe 


Pro 


Ser 


Pro 


Glu 


Val 


Val 






355 










360 










365 








Trp 


Leu 


Lys 


Asp 


Gly 


Leu 


Pro 


Ala 


Thr 


Glu 


Lys 


Ser 


Ala 


Arg 


Tyr 


Leu 




370 










375 










380 










Thr 


Arg 


Gly 


Tyr 


Ser 


Leu 


He 


He 


Lys 


Asp 


Val 


Thr 


Glu 


Glu 


Asp 


Ala 


385 










390 










395 










400 


Gly 


Asn 


Tyr 


Thr 


He 


Leu 


Leu 


Ser 


He 


Lys 


Gin 


Ser 


Asn 


Val 


Phe 


Lys 










405 










410 










415 




Asn 


Leu 


Thr 


Ala 


Thr 


Leu 


He 


Val 


Asn 


Val 


Lys 


Pro 


Gin 


He 


Tyr 


Glu 



420 425 430 
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Lys 


Ala 


Val 


Ser 


Ser 


Phe 


Pro 


Asp 


Pro 


Ala 


Leu 


Tyr 


Pro 


Leu 


Gly 


Ser 






435 










440 










445 








Arg 


Gin 


He 


Leu 


Thr 


Cys 


Thr 


Ala 


Tyr 


Gly 


He 


Pro 


Gin 


Pro 


Thr 


He 




450 










455 










460 










Lys 


Trp 


Phe 


Trp 


His 


Pro 


Cys 


Asn 


His 


Asn 


His 


Ser 


Glu 


Ala 


Arg 


Cys 


465 










470 










475 










480 


Asp 


Phe 


Cys 


Ser 


Asn 


Asn 


Glu 


Glu 


Ser 


Phe 


He 


Leu 


Asp 


Ala 


Asp 


Ser 










485 










490 










495 




Asn 


Met 


Gly 


Asn 


Arg 


He 


Glu 


Ser 


He 


Thr 


Gin 


Arg 


Met 


Ala 


lie 


lie 








500 










505 








510 






Glu 


Gly 


Lys 


Asn 


Lys 


Met 


Ala 


Ser 


Thr 


Leu 


Val 


Val 


Ala 


Asp 


Ser 


Arg 






515 










520 










525 








He 


Ser 


Gly 


He 


Tyr 


He 


Cys 


He 


Ala 


Ser 


Asn 


Lys 


Val 


Gly 


Thr 


Val 




530 










535 










540 










Gly 


Arg 


Asn 


He 


Ser 


Phe 


Tyr 


He 


Thr 


Asp 


Val 


Pro 


Asn 


Gly 


Phe 


His 


545 










550 










555 










560 


Val 


Asn 


Leu 


Glu 


Lys 


Met 


Pro 


Thr 


Glu 


Gly Glu Asp 


Leu 


Lys 


Leu 


Ser 










565 










570 










575 




Cys 


Thr 


Val 


Asn 


Lys 


Phe 


Leu 


Tyr 


Arg 


Asp 


Val 


Thr 


Trp 


lie 


Leu 


Leu 








580 










585 










590 






Arg 


Thr 


Val 


Asn 


Asn 


Arg 


Thr 


Met 


His 


Tyr 


Ser 


He 


Ser 


Lys 


Gin 


Lys 






595 










600 










605 








Met 


Ala 


He 


Thr 


Lys 


Glu 


His 


Ser 


lie 


Thr 


Leu 


Asn 


Leu 


Thr 


He 


Met 




610 










615 










620 










Asn 


Val 


Ser 


Leu 


Gin 


Asp 


Ser 


Gly 


Thr 


Tyr 


Ala 


Cys 


Arg 


Ala 


Arg 


Asn 


625 










630 










635 










640 


Val 


Tyr 


Thr 


Gly 


Glu 


Glu 


lie 


Leu 


Gin 


Lys 


Lys 


Glu 


He 


Thr 


He 


Arg 










645 










650 










655 




Asp 


Gin 


Glu 


Ala 


Pro 


Tyr 


Leu 


Leu 


Arg 


Asn 


Leu 


Ser 


Asp 


His 


Thr 


Val 








660 










665 










670 






Ala 


He 


Ser 


Ser 


Ser 


Thr 


Thr 


Leu 


Asp 


Cys 


His 


Ala 


Asn 


Gly 


Val 


Pro 






675 










680 










685 






Glu 


Pro 


Gin 


He 


Thr 


Trp 


Phe 


Lys 


Asn 


Asn 


His 


Lys 


He 


Gin 


Gin 


Glu 




690 










695 










700 










Pro 


Gly 


He 


He 


Leu 


Gly 


Pro 


Gly 


Ser 


Ser 


Thr 


Leu 


Phe 


He 


Glu 


Arg 


705 










710 










715 










720 


Val 


Thr 


Glu 


Glu 


Asp 


Glu 


Gly 


Val 


Tyr 


His 


Cys 


Lys 


Ala 


Thr 


Asn 


Gin 










725 










730 










735 




Lys 


Gly 


Ser 


Val 


Glu 


Ser 


Ser 


Ala 


Tyr 


Leu 


Thr 


Val 


Gin 


Gly 


Thr 


Ser 








740 










745 










750 






Asp 


Lys 


Ser 


Asn 


Leu 


Glu 


Leu 


He 


Thr 


Leu 


Thr 


Cys 


Thr 


Cys 


Val 


Ala 






755 










760 










765 






Ala 


Thr 


Leu 


Phe 


Trp 


Leu 


Leu 


Leu 


Thr 


Leu 


Leu 


He 


Arg 


Lys 


Met 


Lys 




770 










775 










780 








Arg 


Ser 


Ser 


Ser 


Glu 


lie 


Lys 


Thr 


Asp 


Tyr 


Leu 


Ser 


He 


lie 


Met 


Asp 


785 










790 










795 










800 


Pro 


Asp 


Glu 


Val 


Pro 


Leu 


Asp 


Glu 


Gin 


Cys 


Glu 


Arg 


Leu 


Pro 


Tyr 


Asp 










805 










810 










815 




Ala 


Ser 


Lys 


Trp 


Glu 


Phe 


Ala 


Arg 


Glu 


Arg 


Leu 


Lys 


Leu 


Gly 


Lys 


Ser 








820 










825 










830 






Leu 


Gly Arg 


Gly 


Ala 


Phe 


Gly 


Lys 


Val 


Val 


Gin 


Ala 


Ser 


Ala 


Phe 


Gly 






835 










840 










845 






He 


Lys 


Lys 


Ser 


Pro 


Thr 


Cys 


Arg 


Thr 


Val 


Ala 


Val 


Lys 


Met 


Leu 


Lys 




850 










855 










860 










Glu 


Gly Ala 


Thr 


Ala 


Ser 


Glu 


Tyr 


Lys 


Ala 


Leu 


Met 


Thr 


Glu 


Leu 


Lys 


865 










870 










875 










880 


He 


Leu 


Thr 


His 


He 


Gly 


His 


His 


Leu 


Asn 


Val 


Val 


Asn 


Leu 


Leu 


Gly 
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885 890 895 

Ala Cys Thr Lys Gin Gly Gly Pro Leu Met Val He Val Glu Tyr Cys 

900 905 910 

Lys Tyr Gly Asn Leu Ser Asn Tyr Leu Lys Ser Lys Arg Asp Leu Phe 

915 920 925 

Phe Leu Asn Lys Asp Ala Ala Leu His Met Glu Pro Lys Lys Glu Lys 

930 935 94 0 

Met Glu Pro Gly Leu Glu Gin Gly Lys Lys Pro Arg Leu Asp Ser Val 
945 950 955 960 

Thr Ser Ser Glu Ser Phe Ala Ser Ser Gly Phe Gin Glu Asp Lys Ser 

965 970 975 

Leu Ser Asp Val Glu Glu Glu Glu Asp Ser Asp Gly Phe Tyr Lys Glu 

980 985 990 

Pro He Thr Met Glu Asp Leu He Ser Tyr Ser Phe Gin Val Ala Arg 

995 1000 " 1005 

Gly Met Glu Phe Leu Ser Ser Arg Lys Cys He His Arg Asp Leu Ala 

1010 1015 ' 1020 

Ala Arg Asn He Leu Leu Ser Glu Asn Asn Val Val Lys He Cys Asp 
1025 1030 1035 " ~ 1040 

Phe Gly Leu Ala Arg Asp He Tyr Lys Asn Pro Asp Tyr Val Arg Lys 

1045 1050 ' * 1055 

Gly Asp Thr Arg Leu Pro Leu Lys Trp Met Ala Pro Glu Ser lie Phe 

1060 1065 1070 

Asp Lys He Tyr Ser Thr Lys Ser Asp Val Trp Ser Tyr Gly Val Leu 

1075 1080 1085 

Leu Trp Glu He Phe Ser Leu Gly Gly Ser Pro Tyr Pro Gly Val Gin 

1090 1095 1100 

Met Asp Glu Asp Phe Cys Ser Arg Leu Arg Glu Gly Met Arg Met Arg 
1105 1110 1115 ~ 1120 

Ala Pro Glu Tyr Ser Thr Pro Glu He Tyr Gin He Met Leu Asp Cys 

1125 1130 1135 

Trp His Arg Asp Pro Lys Glu Arg Pro Arg Phe Ala Glu Leu Val Glu 

1140 1145 1150 

Lys Leu Gly Asp Leu Leu Gin Ala Asn Val Gin Gin Asp Gly Lys Asp 

1155 1160 1165 

Tyr He Pro He Asn Ala He Leu Thr Gly Asn Ser Gly Phe Thr Tyr 

1170 1175 1180 

Ser Thr Pro Ala Phe Ser Glu Asp Phe Phe Lys Glu Ser He Ser Ala 
1185 1190 1195 1200 

Pro Lys Phe Asn Ser Gly Ser Ser Asp Asp Val Arg Tyr Val Asn Ala 

1205 1210 " 1215 

Phe Lys Phe Met Ser Leu Glu Arg He Lys Thr Phe Glu Glu Leu Leu 

1220 1225 ' 1230 

Pro Asn Ala Thr Ser Met Phe Asp Asp Tyr Gin Gly Asp Ser Ser Thr 

1235 1240 " 1245 

Leu Leu Ala Ser Pro Met Leu Lys Arg Phe Thr Trp Thr Asp Ser Lys 

1250 1255 ~ ~ 1260 

Pro Lys Ala Ser Leu Lys lie Asp Leu Arg Val Thr Ser Lys Ser Lys 
1265 1270 1275 1280 

Glu Ser Gly Leu Ser Asp Val Ser Arg Pro Ser Phe Cys His Ser Ser 

1285 1290 1295 

Cys Gly His Val Ser Glu Gly Lys Arg Arg Phe Thr Tyr Asp His Ala 

1300 1305 • 1310 

Glu Leu Glu Arg Lys lie Ala Cys Cys Ser Pro Pro Pro Asp Tyr Asn 

1315 1320 1325 

Ser Val Val Leu Tyr Ser Thr Pro Pro He 
1330 1335 
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<210> 27 
<211> 1745 
<212> DNA 

<213> Homo sapiens 
<400> 27 

gtggcaactt tgggttaccc aaccttccta ggcggggagg tagtccagtc cttcaggaag 60 

agtctctggc tccgttcaag agccatcaca gtcccttgta ttacatccct ctgacgggtt 120 

ccaataggac tatttttcaa atctgcggta tttacagaga caagactggg ctgctccgtg 180 

cagccaggac gacttcagcc tttgaggtaa tggagacata attgaggaac aacgtggaat 240 

tagtgtcata gcaaatgatc tagggcctca agttaatttc agccggttgt ggtcagagtc 300 

actcatcttg agtagcaagc tgccaccaga aagatttctt tttcgagcat ttagggaata 360 

aagttcaagt gccctgcgct tccaagttgc aggagcagtt tcacgcctca gctttttaaa 420 

ggtatcataa tgttattcct tgttttgctt ctaggaagca gaagactgag gaaatgactt 480 

gggcgggtgc atcaatgcgg ccgaaaaaga cacggacacg ctcccctggg acctgagctg 540 

gttcgcagtc ttcccaaagg tgccaagcaa gcgtcagttc ccctcaggcg ctccaggttc 600 

agtgccttgt gccgagggtc tccggtgcct tcctagactt ctcgggacag tctgaagggg 660 

tcaggagcgg cgggacagcg cgggaagagc aggcaagggg agacagccgg actgcgcctc 720 

agtcctccgt gccaagaaca ccgtcgcgga ggcgcggcca gcttcccttg gatcggactt 780 

tccgccccta gggccaggcg gcggagcttc agccttgtcc cttccccagt ttcgggcggc 840 

ccccagagct gagtaagccg ggtggaggga gtctgcaagg atttcctgag cgcgatgggc 900 

aggaggaggg gcaagggcaa gagggcgcgg agcaaagacc ctgaacctgc cggggccgcg 960 

ctcccgggcc cgcgtcgcca gcacctcccc acgcgcgctc ggccccgggc cacccgccct 1020 

cgtcggcccc cgcccctctc cgtagccgca gggaagcgag cctgggagga agaagagggt 1080 

aggtggggag gcggatgagg ggtgggggac cccttgacgt caccagaagg aggtgccggg 1140 

gtaggaagtg ggctggggaa aggttataaa tcgcccccgc cctcggctgc tcttcatcga 1200 

ggtccgcggg aggctcggag cgcgccaggc ggacactcct ctcggctcct ccccggcagc 1260 

ggcggcggct cggagcgggc tccggggctc gggtgcagcg gccagcgggc gcctggcggc 1320 

gaggattacc cggggaagtg gttgtctcct ggctggagcc gcgagacggg cgctcagggc 1380 

gcggggccgg cggcggcgaa cgagaggacg gactctggcg gccgggtctt tggccgcggg 1440 

gagcgcgggc accgggcgag caggccgcgt cgcgctcacc atggtcagct actgggacac 1500 

cggggtcctg ctgtgcgcgc tgctcagctg tctgcttotc acaggtgagg cgcggctggg 1560 

ggccggggcc tgaggcgggc tgcgatgggg cggccggagg gcagagcctc cgaggccagg 1620 

gcggggtgca cgcggggaga cgaggctgta gcccggagaa gctggctacg gcgagaacct 1680 

gggacactag ttgcagcggg cacgcttggg gccgctgcgc cctttctccg agggagcgcc 1740 

tcgag 1745 



